Halopolyspora alba AFM10251
The genus Halopolyspora belonging to family Actinopolysporaceae was proposed by Lai et al. in 2014 [1] . The genus contained a single species, Halopolyspora alba AFM 10251
T , isolated from a sediment sample collected from the Dead Sea. Mzabimyces algeriensis was proposed by Saker et al. in 2014 [2] for a halophilic filamentous actinobacterium H195 T isolated from a Saharan soil sample. At the same time, the family Mzabimycetaceae was also proposed in consideration of the distant relationship of this organism from the families Actinopolysporaceae and Pseudonocardiaceae. The new genus and new species Mzabimyces algeriensis and the new family Mzabimycetaceae were later validly published in 2015 [3] . Later we found that a high similarity of 16S rRNA gene sequences was shown between Mzabimyces algeriensis and Halopolyspora alba. Based on the results of this study, we propose that Mzabimyces algeriensis should be transferred to the genus Halopolyspora as Halopolyspora algeriensis comb. nov.
Strains H195
T (=DSM 46680 T ) and AFM 10251 T (=DSM 45976 T ) were maintained in our laboratories at À194 C. These strains were cultured in tryptic soy broth (soybeancasein digest medium, Bacto) supplemented with NaCl 100 g, KCl 20 g, MgCl 2 .6H 2 O 20 g, MgSO 4 .7H 2 O 5 g, K 2 HPO 4 1 g per litre, on a shaker at 28 C for 10 days. The cell mass was collected by centrifugation.
Extraction of genomic DNA was done as described by Li et al. [4] . The 16S rRNA gene sequence obtained in this study was compared with sequences from EzTaxon-e using BLAST (http://eztaxon-e.ezbiocloud.net) [5] . The gene sequence was aligned with the corresponding sequences (retrieved from the GenBank/EMBL/DDBJ databases) using CLUSTAL X 1.83 [6] . Phylogenetic trees were constructed by the neighbour-joining [7] , maximum-parsimony [8] and maximum-likelihood [9] tree-making algorithms using the software package MEGA version 6.0 [10] . The topologies of the resultant trees were evaluated by using Felsenstein's bootstrap resampling method [11] with 1000 replicates. DNA-DNA hybridization studies were carried out between strains H195
T and AFM 10251 T , as described by De Ley et al. [12] incorporating the modifications described by Huss et al. [13] . The hybridization experiments were done in duplicate three times in 2ÂSSC in the presence of 10 % formamide at 71 C.
The almost-complete 16S rRNA gene sequences of strains AFM 10251 T (1477 bp, GenBank accession number KF022042) and H195
T (1357 bp, GenBank accession number KJ574202) were obtained for phylogenetic analysis. The BLAST results based on the 16S rRNA gene sequence analysis indicated very low percentages of sequence similarity between the two strains and the closely related representatives of the families Pseudonocardiaceae and Actinopolysporaceae. These percentages were below 92.4 % with the genus Saccharopolyspora and below 90.6 % with the genus Saccharomonospora (from the family Pseudonocardiaceae); and below 91.3 % with the genus Actinopolyspora (from the family Actinopolysporaceae). In the phylogenetic tree based on the neighbour-joining algorithm, including members of the families Pseudonocardiaceae and Actinopolysporaceae, strains AFM 10251 T and H195 T formed a distinct monophyletic clade with bootstrap support of 100 %, in particular in relation to the family Actinopolysporaceae 
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( Fig. 1) . Topologies of phylogenetic trees constructed using the maximum-likelihood and maximum-parsimony algorithms were similar to that of the tree constructed by neighbour-joining analysis.
Because of the high 16S rRNA gene sequence similarity (99.2 %) between strains AFM 10251 T and H195 T , DNA-DNA hybridizations were performed between these two strains. The level of DNA-DNA relatedness was average 60.2 % (58.90, 59.90, 61.89 %), which are below the 70 % cut-off point recommended for the delineation of genomic species [14] . In addition to genotypic data, strains AFM 10251 T and H195 T showed several differences in phenotypic and chemotaxonomic characteristics ( Table 1 ). The spores of strain AFM 10251 T are spherical or oval with warty surfaces, but the spores of strain H195
T are spherical with rugose surfaces. Strain AFM 10251
T can grow with 10-35 % NaCl (w/v) and at 20-50 C, but strain H195 T can grow with 7-30 % NaCl (w/v) and at 20-45 C. Strain AFM 10251 T can use xylose, trehalose, inositol, rhamnose, ribose and mannose as sole carbon sources, but strain H195 T cannot. On the contrary, strain H195
T can use maltose but strain AFM 10251 T cannot. Strain AFM 10251 T has the ability to hydrolyse starch, but strain H195 T cannot. Both strains contain arabinose and galactose as whole-cell sugars, MK-9(H 4 ) as major menaquinones, iso-C 15 : 0 , iso-C 16 : 0 , iso-C 17 : 0 and anteiso-C 17 : 0 as major fatty acids, but still had the significant differences between each other shown in Table 1 .
Based on these phenotypic, chemotaxonomic and phylogenetic data, strains AFM 10251 T and H195 T are considered to represent different species belonging to the same genus. As the genus Halopolyspora has priority in publication, Mzabimyces algeriensis should be classified in the genus Halopolyspora as Halopolyspora algeriensis comb. nov.
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